Related literature
For biological and crystal engineering studies of related compounds, see: Liu et al. (2009); Eissmann & Weber (2011) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). 
Data collection: CrysAlis PRO (Agilent, 2010); cell refinement: CrysAlis PRO; data reduction: CrysAlis PRO; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: X-SEED (Barbour, 2001) and DIAMOND (Brandenburg, 2006) ; software used to prepare material for publication: publCIF (Westrip, 2010 (Liu et al., 2009) and also in terms of crystal engineering endeavours (Eissmann & Weber, 2011) . In (I), Fig. 1 , the dihedral angle between the amide (O3,N1,C4) atoms and the benzene ring is 38.75 (11)°. The acetyl group is also twisted out of the plane of the amide group with the C4-N1-C3-C2 torsion angle being -150.1 (2)°. Each nitro group is twisted out of the plane of the benzene ring to which it is connected with the O4-N2-C7-C6 torsion angle = 34.0 (3)° and with O6-N3-C9-C8 = -64.5 (3)°.
The crystal packing is dominated by the formation of linear supramolecular chains along the b axis and mediated by N-H···O hydrogen bonds involving the amide group, Fig. 2 and Table 1 . Chains are consolidated in the crystal packing by C-H···O interactions, Fig. 3 and Table 1 .
To a solution of 4-chloro-3,5-dinitrobenzoic acid (0.48 g, 2 mmol) in dichloromethane (30 ml) was added 1-ethyl-3-(3-dimethylaminopropyl)carbodiimidehydrochloride (0.40 g, 2.1 mmol) and N,N-dimethylaminopyridine (25 mg, 0.2 mmol).
The mixture was stirred at room temperature for an hour. Methyl 2-aminoacetate (178 mg, 2 mmol) in chloroform (20 ml) along with several drops of triethylamine were added. After another six hours, the mixture was subjected to chromatography (petroleum ether/acetone 4:1) to provide the product as a yellow solid (501.5 mg, 80% yield). Crystals were grown from a mixture of dichloromethane and n-hexane (1:1 v/v).
Refinement
Carbon-bound H-atoms were placed in calculated positions [C-H 0.95 to 0.99 Å, U iso (H) 1.2 to 1.5U eq (C)] and were included in the refinement in the riding model approximation. The amino H-atom was located in a difference Fourier map, and was refined with a distance restraint of N-H 0.88±0.01 Å, and with free U iso . Figures   Fig. 1 . Molecular structure of (I) showing atom-labelling scheme and displacement ellipsoids at the 70% probability level. 
